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Recent Development and Future Prospect of
Computational System Biology in China

Recent advances in genetics, molecular biology, and impetus of the genome
projects have motivated the integration of biological, physical, computer and
mathematical sciences. Analysis and interpretation of large and complex genomic
datasets now require interdisciplinary expertise and the close collaboration of biologists,
statisticians, computer scientists and mathematicians. As a result, the computational
systems biology is emerging as an interdisciplinary subject in recent years, which
attracts attentions from a broad range of areas and a lot of domestic and oversea
researchers. In this chapter we report the interfaces between computational systems
biology and several branches of operations research including DNA sequencing, the
prediction of protein structures, inference of biologic molecular networks and diagnosis
of complex diseases. Specifically, we mainly review the recent advances, development
trends, and outlook of these areas in near future.
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